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e Results: The list of identified proteins, peptides, and spectra.
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Overall Design
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= Lists of identified proteins
= Lists of identified peptides used in protein identification

= Mass spectra that provide evidence for these identifications

= Descriptive information about the biological samples, instrumentation, and informatics Summary . o o . . . . .
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While this requirement has limited the set of organisms that are candidates for this approach, next generation sequencing technologies make it feasible to obtain deep
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Processing Methods

Software: Mascot v 2.2, Scaffold v. 1.07 file tranSfer Client may aISO be used.

Parameters: MS/MS spectra were converted to peak lists using BioWorks Browser v3.2 (ThermoFisher) and searched against an in-house generated S. lycopersicum cv. M82 trichome cDNA database
(http://bioinfo.bch.msu.edu/trichome_est) using the Mascot searching algorithm (version 2.2, Matrix Science, UK). Searches allowed for identification of carbamidomethyl cysteine as a fixed peptide modification and

phosphoribosylaminoimidazole carboxylase,
phosphoribosylaminoribosylaminoimidazole, succinocarboxamide synthetase
pseudogene [Mus musculus)
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GenelD: 100418483

methionine oxidation as a variable modification. Up to two missed tryptic cleavages were allowed. Peptide tolerance was set to 10 ppm and MS/MS tolerance to 0.8 Da. The Mascot output was then analyzed using
Scaffold (Proteome Software), which calculates probability of protein identification based on ProteinProphet and PeptideProphet algorithms
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